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Abstract
Just as the gut microbiota (GM) is now recognized as an integral mediator of environmental influences on human physiology, 
susceptibility to disease, and response to pharmacological intervention, so too does the GM of laboratory mice affect the 
phenotype of research using mouse models. Multiple experimental factors have been shown to affect the composition of the 
GM in research mice, as well as the model phenotype, suggesting that the GM represents a major component in experimental 
reproducibility. Moreover, several recent studies suggest that manipulation of the GM of laboratory mice can substantially 
improve the predictive power or translatability of data generated in mouse models to the human conditions under investiga-
tion. This review provides readers with information related to these various factors and practices, and recommendations 
regarding methods by which issues with poor reproducibility or translatability can be transformed into discoveries.

Introduction

Owing to its metabolic and biotransformative capacity, the 
mammalian gut microbiota (GM) is now frequently regarded 
as a quasi-organ (Clarke et al. 2014; O’Hara and Shana-
han 2006), with a collective metagenome dwarfing the host 
genome in terms of complexity and diversity. In addition 
to its profound influence on developmental processes and 
digestion and assimilation of nutrients, the GM also harvests 
carbon from xenobiotic compounds in the gut lumen, often 
changing the half-life and activity of parent compounds 
(Koppel et al. 2017), and is similarly responsible for other 
catabolic processes in the gut lumen. It follows that differ-
ences between individuals in the composition of their GM 
might, at least partially, explain differences in disease sus-
ceptibility or response to treatment (Gopalakrishnan et al. 
2018; Routy et al. 2018; Matson et al. 2018). Accordingly, 
the biomedical research community has invested tremendous 
time and resources in endeavors like the Human Microbi-
ome Project, the goal of which is to characterize the healthy 

human microbiota of various anatomic sites, and hundreds 
of other related studies examining deviations from the norm 
in various disease settings. Comparative studies using ani-
mal models have been critical to test the causality of asso-
ciations found in human patients, and to define mechanisms 
underlying those associations.

Accordingly, there is a growing realization that the GM of 
laboratory mouse models must be considered in the context 
of biomedical research as a whole. For a researcher to not 
know the specific strain of mouse used in their experiments 
would be laughable, yet many researchers have minimal 
information regarding the GM of the mice in their research 
colonies and how it might be influencing the phenotype of 
their model. Indeed, multiple studies using mouse models 
have recapitulated or predicted relationships between the 
GM and host health in humans (Ivanov et al. 2009; Chen 
et al. 2018; Rosshart et al. 2019; Shin et al. 2014; Cuesta-
Zuluaga et al. 2017), reflecting the utility of translational 
research in this field. With this in mind, the influences of the 
GM are implicated in three major facets of biomedical and 
translational research—reproducibility, translatability, and 
discovery. Here, we present a broad overview of these con-
siderations, including current knowledge and best practices, 
with the goal of enhancing all three components.
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The GM as a central hub in model outcomes

Normal physiology and susceptibility to disease are influ-
enced by both the host genome and environmental factors 
including the gut microbiome and its metagenome. Notably, 
the GM is extremely dynamic and is itself influenced by the 
host genome (Davenport et al. 2015; Org et al. 2015; Wang 
et al. 2016), health status (Vos and Vos 2012), and myriad 
external environmental factors, resulting in a complex and 
circular relationship. While the GM of various host species 
share a high degree of homology at the taxonomic level 
of family and even genus, the bacterial species and strains 
within the mammalian GM are specific to their cognate host 
species (Chung et al. 2012), highlighting the value of study-
ing murine models with murine GM. In research animals and 
humans alike, the GM functions as both a dependent vari-
able affected by factors leading to changes in its taxonomic 
composition or function, and an independent variable associ-
ated with subsequent changes in host physiology and disease 
phenotypes. It is therefore reasonable to consider the GM as 
a mechanism by which virtually any environmental factor, 
including psychological stress (Bailey et al. 2011), might 
alter experimental outcomes. A careful reading of commen-
taries related to the ‘Reproducibility Crisis’ (Perrin 2014; 
Collins and Tabak 2014; Mogil 2017; Ramirez et al. 2017) 
affecting biomedical research suggests that there are actu-
ally two separate crises characterized by poor experimen-
tal reproducibility within and between labs, but also poor 
inter-species reproducibility of scientific findings, including 
translatability to the human condition. While certain fac-
tors related to experimental design and statistical analysis 
have been identified as one source of poor reproducibility, 
a wealth of data, a fraction of which are presented here, 
suggest that the GM is a critical determinant of the repro-
ducibility and translatability of research performed using 
animal models. With this in mind, several lines of research 
have provided meaningful insights into broadly applicable 
approaches and practices to enhance reproducibility between 
labs and improve the predictive power and translatability of 
mouse models to the outcomes observed in humans. Much of 
this research has also resulted in ground-breaking discover-
ies in the fields of immunology, neurology, and endocrinol-
ogy, reinforcing the incredible influence of the GM on the 
development and function of virtually every facet of host 
health.

Experimental reproducibility as a function 
of the GM

Regarding factors capable of influencing the GM of labo-
ratory animals, the list continues to grow and includes 
source of the animals (Hirayama et al. 1990; Hufeldt et al. 
2010; Ericsson et al. 2015), diet (Org et al. 2015; Erics-
son et al. 2018), caging (Ericsson et al. 2018; Lundberg 
et al. 2017), bedding (Ericsson et al. 2018; Bidot et al. 
2018), water treatment (Bidot et al. 2018), transportation 
(Montonye et al. 2018; Ma et al. 2012), housing density 
(Bogatyrev et al. 2020; Basson et al. 2020), sex (Org et al. 
2016; Kozik et al. 2017), genetics (Hufeldt et al. 2010; 
Ericsson et al. 2015; Hildebrand et al. 2013; Kovacs et al. 
2011) and a wide range of antibiotics and other pharma-
cological agents (Korte et al. 2020; Zhao et al. 2020; Yin 
et al. 2015; Boynton et al. 2017). It should be noted that 
differences (or changes) in the composition of the GM, 
typically assessed via 16S rRNA amplicon sequencing, do 
not necessitate differences (or changes) in the function of 
those bacterial communities or model phenotypes. Clearly, 
these factors must be considered in the context of which 
are most likely to change inadvertently, or go unrecog-
nized by researchers or unreported in the literature, and 
thus serve as confounds or sources of poor reproducibil-
ity between studies. For example, factors such as high-fat 
diet are recognized to strongly influence the GM and host 
physiology, and as such, are unlikely to go unrecognized as 
an explanation for discrepant findings. In contrast, the dif-
ference between standard maintenance and breeder chows 
are less pronounced, and both types of chow might be 
kept in the same room of a vivarium. While uncommon, 
examples exist of changes in rodent model phenotypes due 
to occult differences in the GM associated with practices 
at the supplier (Rohde et al. 2007; Robosky et al. 2005), 
prophylactic use of antibiotics by veterinary care staff 
(Miller et al. 2015), unknown features at different institu-
tions (Yang et al. 2013), and other factors.

Source of mice, whether commercial 
or colleague, may determine model 
phenotype

Considering the relative “effect size” of the aforemen-
tioned factors and evidence supporting each factor as a 
potential source of poor reproducibility (i.e., discordant 
findings between labs or over time), supplier-dependent 
differences are likely the best supported. The subtle envi-
ronmental and procedural differences between the primary 
suppliers of inbred laboratory mice (Jackson, Taconic, 
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Charles River, and Envigo in the U.S., plus Janvier in 
Europe, and CLEA Japan in Asia) are associated with 
reproducibly different GM characteristics (Ericsson et al. 
2015; Wolff et al. 2020; Hilbert et al. 2017; Rasmussen 
et al. 2019). While the host genotype also influences the 
composition of the GM (Hufeldt et al. 2010; Hildebrand 
et al. 2013; Kovacs et al. 2011), those differences (e.g., 
between A/J and C57BL/6 mice from the same supplier) 
are typically outweighed by supplier-dependent differ-
ences (e.g., between C57BL/6 from two different suppli-
ers). Even within the same source of animals, it should be 
noted that these suppliers have multiple production facili-
ties with mice harboring different GMs (Ericsson et al. 
2015). Similarly, the GM in rodents from the same produc-
tion facility, and even the same isolator within that facil-
ity, can be expected to change subtly (or unexpectedly) 
over time, reflecting the dynamic nature of the GM on a 
population level (Mandal et al. 2020). While it’s impos-
sible to control for subtle changes in the production colony 
over time, many investigators will request animals from a 
specific isolator when ordering mice. At the initiation of 
a new production colony of inbred mice, most producers 
begin with rederivation via embryo transfer (ET) of the 
desired strain into pseudopregnant surrogate dams (typi-
cally a hearty outbred stock) colonized with the Altered 
Schaedler Flora (ASF) (Dewhirst et al. 1999). Following 
parturition, the pups are colonized with the eight defined 
and culturable bacteria contained in ASF, and allowed to 
breed and grow the colony to production-level capacity. 
During this period, mice are often maintained in open-
top cages and the acquisition of the additional bacteria 
detected in the GM of an inbred mouse occurs somewhat 
stochastically, slowly gaining richness and diversity over 
multiple generations, in a purely passive fashion with no 
intentional inoculation of most “over-the counter” inbred 
strains. Indeed, several members of the ASF can be identi-
fied in fecal samples of inbred mice from most suppliers 
annotated as Mucispirillum schaedleri (ASF 457), Rumi-
nococcus gnavus (ASF 502), Parabacteroides distasonis 
(ASF 519), and Lactobacillus murinus (ASF 361). The 
MU MMRRC has maintained up to four separate colo-
nies of CD-1 mice, each colonized with a microbiome 
originally derived from a different commercial supplier, 
initiated via embryo transfer (ET) of CD-1 embryos into 
C57BL/6 mice purchased from each supplier and carried 
to term (Hart et al. 2018). The resulting offspring have 
been maintained minimally inbred via rotational breeding 
and periodic introduction (again via ET) of new genetic 
stock. While the GM has remained relatively stable in 
these colonies over 40 + generations, we have noted subtle 
shifts following room changes (over multiple generations) 
or transfer to other institutions (Hart et al. 2018), reflect-
ing its considerable, but not absolute, resiliency to subtle 

environmental pressures. It is worth noting that, when con-
sidered collectively, such institution-specific effects on the 
GM can occur both acutely and over extended periods of 
time and multiple generations. The GM of these CD-1 
colonies in our institution are rigorously monitored, using 
a quarterly colony survey based on 16S rRNA sequencing, 
followed by comparison to data from the previous quarter, 
as well as earlier historical data. While β-diversity does 
not change to any detectable degree from generation to 
generation, careful scrutiny of richness has demonstrated 
slow and subtle transgenerational decreases in richness 
within GM4, the richest of these semi-standardized GMs, 
potentially indicating a very gradual institutional effect 
requiring many generations to manifest. To counteract 
these processes, new C57BL/6 mice are purchased from 
each supplier annually and used as surrogate dams for red-
erivation and introduction of fresh CD-1 genetics into the 
colony. In this manner, both the host genetics, and colony 
GM are periodically ‘refreshed’, to maintain genetic het-
erozygosity and distinct differences between GM profiles, 
respectively.

Studies of GF mice have identified an extensive list of 
GM-mediated developmental influences. In addition to the 
induction of mucosa-associated lymphoid tissue (MALT) 
such as isolated lymphoid follicles (ILFs), stimulation of 
host pattern recognition receptors (e.g., Toll-like receptors, 
Nod-like receptors, lectins) by microbe-associated molecular 
patterns (MAMPs) induces increased vascularization, crypt 
elongation and villous remodeling, and epithelial produc-
tion of antimicrobial peptides [reviewed here (Chinen and 
Rudensky 2012; Hooper et al. 2012; Cebra 1999)]. Of note, 
ASF-colonized mice demonstrate a phenotype intermediate 
between GF and SPF mice in terms of maturation of the 
immune system (Bleich and Hansen 2012), suggesting that 
the relationship between the GM richness and multiple pro-
cesses of immune system development exists on a gradient. 
Moreover, there is variability within SPF mice with regard 
to both richness and immune system development, and both 
measures can be pushed even further through the use of 
wild-caught or pet store mice (Beura et al. 2016). Interest-
ingly, ‘humanized’ mice harboring a human GM display an 
adaptive immune system closer to that of ASF-colonized 
mice than standard SPF mice (Chung et al. 2012), demon-
strating the co-evolutionary relationship between the GM 
and host species. This is not to say however that humanized 
mice are inherently flawed experimental models, as their 
advantages are discussed below.

Similarly, the influence of the GM on neurodevelopment 
and adult behavior is apparent in comparisons between GF 
and SPF mice, but also between different SPF microbiota. 
Behavioral studies have demonstrated a wide range of neu-
rodevelopmental differences in GF and antibiotic-treated 
mice, including abnormal social interaction (Desbonnet 
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et al. 2014) and response to stress (Sudo et al. 2004) as well 
as altered neurogenesis and gene transcription in the brain 
(Wang et al. 2020; Ogbonnaya et al. 2015; Stilling et al. 
2015). While differential neurodevelopment and behavior 
in the complete absence of microbes is noteworthy, other 
studies have shown that differences in the composition of 
complex SPF microbiota are causally associated with behav-
ioral differences, and experimental transfer of the GM can 
either mitigate or exacerbate anxiety-related behaviors in 
mice (Collins et al. 2013). Elegant studies from the Cryan 
lab have demonstrated a role for vagal communication in 
these afferent CNS signals from the gut (Bravo et al. 2011). 
The fact that naturally occurring strain-dependent GMs can 
causally induce changes in anxiety-related behavior, sug-
gests that supplier-dependent differences (which typically 
outweigh most strain-dependent compositional differences) 
could also exert such effects.

These source-dependent differences, serving as poten-
tial contributors to poor reproducibility in mouse mod-
els, can often be attributed to specific bacterial taxa. One 
classic example of a supplier GM-dependent influence on 
the host phenotype led to the identification of segmented 
filamentous bacteria (SFB) as critical and potent inducers 
of mucosal immunity and colonization resistance against 
pathogens (Ivanov et al. 2009; Talham et al. 1999; Umesaki 
et al. 1999). These studies also exemplify the conversion of 
poor reproducibility into a series of monumental discoveries; 
while SFB had been visualized on microscopy, adherent to 
the ileal mucosa of a multitude of host species for decades, 
it wasn’t until those crucial observations of differential IL-17 
production in mice from two different commercial suppli-
ers, that SFB were identified as keystone species, not just 
in mice, but likely in humans as well (Chen et al. 2018; 
Yin et al. 2013). Quickly following suit, several other inbred 
mouse models of immune-mediated disease driven by CD4+ 
Th17 cells reported enhanced disease severity in association 
with SFB colonization (Lee et al. 2014; Lee et al. 2011; Wu 
et al. 2010; Stepankova et al. 2007), while Th1-dependent 
models actually reported decreased disease severity (Kriegel 
et al. 2011). How many discordant findings in studies of 
Th-17-mediated autoimmune diseases, performed prior to 
Ivanov and Littman’s identification of SFB’s role in immune 
system development, could be explained by the presence or 
absence of SFB?

Similarly, Helicobacter spp. remains a prevalent colo-
nizer of research mice in facilities worldwide (Shames et al. 
1995; Taylor et al. 2007; Duangchanchot et al. 2014), despite 
being on the exclusion list of most suppliers. The influence 
of Helicobacter hepaticus on model reproducibility was first 
highlighted through its role as a cause of chronic active hep-
atitis and liver cancer in toxicology studies performed at the 
National Center Institute in the early 90s (Ward et al. 1994; 
Fox et al. 1994), followed by the identification of a second 

enterohepatic strain, H. bilis (Fox et al. 1995). These find-
ings spurred research activity on the influence of this bac-
terium on host immunity, and it was soon appreciated that a 
vast number of mouse models of inflammatory bowel disease 
and colorectal cancer were largely dependent on the coloni-
zation of mice with one of these Helicobacter spp., reviewed 
in depth elsewhere (Foltz et al. 1998; Fox et al. 2011). While 
induced or enhanced via colonization with Helicobacter sp., 
these models nonetheless rely on a genetically susceptible 
host, as colonization with these Helicobacter spp. is clini-
cally silent in most inbred mouse strains. Of note however, 
many of these models are also dependent on the presence of 
a background microbiota, as mice mono-associated with H. 
hepaticus often fail to develop disease (Sellon et al. 1998; 
Nagalingam et al. 2013; Dieleman et al. 2000). This may 
be explained by studies in ASF-colonized mice demonstrat-
ing heterologous mucosal immune responses induced by H. 
bilis (Jergens et al. 2006, 2007). Thus, Helicobacters are 
often considered provocateurs of mucosal immune responses 
against the background microbiome, in genetically suscep-
tible hosts. In contrast to the non-specific Th17 immune 
responses induced by SFB, Helicobacter spp. are historically 
associated with Th1 immune responses (Whary et al. 1998). 
Interestingly, like many other Proteobacteria (Ivanov et al. 
2009; Garland et al. 1982; Heczko et al. 2000), colonization 
of H. hepaticus may also depend on the presence or absence 
of SFB (Wolfe et al. 2020), and supplier-dependent differ-
ences in the abundance of Enterobacteriaceae are also asso-
ciated with differential colonization resistance against Sal-
monella (Velazquez et al. 2019). Thus, models of infectious 
disease, as well as models that are induced via experimental 
inoculation with live bacteria, are potentially (if not likely) 
susceptible to supplier-dependent microbial influences, and 
there is the potential for interactions between resident and 
experimentally administered taxa.

Other resident gut bacteria of interest include Akkerman-
sia spp., and Lactobacillus spp. As the type strain for the 
order Verrucomicrobiales, Akkermansia muciniphila has 
gained attention for several reports of its association with 
increased insulin sensitivity, positive glucose regulation, 
and possibly an adjunct mechanism through which the anti-
hyperglycemic agent metformin may act (Shin et al. 2014; 
Cuesta-Zuluaga et al. 2017; Rosario et al. 2018; Lee et al. 
2018). It is a common member of the fecal microbiota in 
mice from many sources and is cultivable and available 
through the ATCC (BAA-835 and BAA-2869), lending 
itself to controlled experimentation. As it is frequently not 
affected by antibiotics (Korte et al. 2020), it may proliferate 
in the context of antibiotic pressures and exert an increased 
effect on the host phenotype (Hansen et al. 2012). In addi-
tion to L. murinus and L. intestinalis (presumably of ASF 
origin), several other Lactobacillus spp. are found in the 
GM of inbred mice, including L. reuteri, L. gasseri, and 
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several other unresolved strains. Changes or differences in 
the relative abundance of Lactobacillus are noteworthy for 
several reasons. There is a growing body of evidence that 
several endogenous species of Lactobacillus spp. function as 
‘psychobiotics’, or live bacteria with anxiolytic effects on the 
host (Bravo et al. 2011; Liu et al. 2016; Sarkar et al. 2016; 
Reis et al. 2018). Like Akkermansia, Lactobacillus are often 
spared during certain antibiotic regimens and could osten-
sibly affect host physiology or behavior in such scenarios. 
As with SFB, colonization by Lactobacillus spp. may be 
challenging to accurately quantitate ante-mortem due to its 
dominance in the upper GI tract and relatively minor pres-
ence in fecal microbiota (Fig. 1).

However, these taxa represent but a handful of genera, 
and while there appears to be a degree of consistency in 
the influence of these bacteria on the induction of spe-
cific components of the immune system and downstream 
phenotypic changes in models driven by those arms of 
the immune system, the influence of the entire complex 
bacterial community present in mice from different com-
mercial suppliers is less clear. In models driven by the 
same genetic predisposition, the effects appear to be con-
sistent as in IL-10-deficient mice on either a C57BL/6 
or C3H/HeJ genetic background. In this GM-dependent 
model (Yang et al. 2013; Sellon et al. 1998), while the 
host genetics also profoundly influence the composition 
of the mature GM, mice colonized with GM derived from 

Jackson and Taconic mice experience significantly greater 
disease than mice colonized with the GM derived from 
Charles River mice, regardless of the background genetics 
(Hart et al. 2017).

Similarly, in experiments with isogenic mice, Jackson-
origin GM is associated with more severe disease in DSS-
induced colitis when compared to Envigo-origin GM (manu-
script in preparation). Considering the inverse relationship 
between the GM richness and disease severity in these 
murine models of IBD, it is tempting to note the similar 
observations made in human IBD populations. In contrast 
however, the Apc+/min model of colorectal cancer is actu-
ally protected by the low richness Jackson GM relative to 
the rich Envigo GM (Moskowitz et al. 2019). Collectively, 
this suggests that the different supplier-dependent GMs do 
not universally exacerbate or ameliorate intestinal disease, 
but rather exert model-specific influences, depending on the 
disease mechanism.

Scenarios in which a different supplier-dependent GM 
may unknowingly be introduced vary. Transient exposure to 
mice harboring a different microbiota (or their fecal mate-
rial), can lead to persistent changes due to coprophagy. As 
an example, following timed mating of two mice with dif-
ferent supplier-dependent GMs wherein the dam and sire are 
together for only three days, sufficient time is spent together 
that the GM of the resulting offspring will likely reflect that 
of both the dam and sire. Other examples include the sharing 

Fig. 1   Scanning electron microscopy (SEM) images of several taxa 
capable of influencing host immune responses and physiology at dif-
ferent regions of the gut, including (a) segmented filamentous bacte-
ria adherent to the ileal mucosa, (b) Helicobacter hepaticus within a 

cecal mucosal fold, and (c) a mixed bacterial community in the colon 
containing many different taxa, including Akkermansia spp. (not visu-
alized)
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of resources (i.e., mice) between labs, where the detailed 
exposure history of mice may be unknown.

Diet and other important considerations 
in model reproducibility

The influence of diet on the GM of inbred mice, and thus 
reproducibility between studies, depends on the degree of 
change or difference in macromolecular content. For exam-
ple, the significant effects of a high-fat diet on the com-
position of the GM have been demonstrated many times 
(Bolnick et al. 2014; Carmody et al. 2015) and mirror those 
observed in humans (David et al. 2014). Org et al. (2015) 
performed an innovative series of cross-foster and GWAS 
studies using mice from the Hybrid Mouse Diversity Panel 
(HMDP) (Bennett et al. 2010) to demonstrate GM control 
of dietary response to a high-fat, high-sucrose diet, as well 
as specific heritability and putative loci for particular gut 
bacteria. However, these types of diets are typically used 
as experimental variables expected to induce substantial 
changes in the GM, and are unlikely sources of poor repro-
ducibility. In contrast, differences or changes between com-
mercial chow formulations of comparable macromolecular 
content induce either extremely subtle (Ericsson et al. 2018) 
or transient (Ma et al. 2012) changes in the GM. However, 
given the significant sex × diet interactions in the influence 
of high-fat diets on the GM of inbred mice (Org et al. 2016; 
Bolnick et al. 2014), it is possible that strains other than 
those reported in the literature (FVB and outbred CD-1) 
may react differently to a change in commercial source of 
comparable chow. Supporting that notion, many of the stud-
ies referenced above demonstrate significant interactions, 
wherein the effect of one factor is dependent on another fac-
tor. Similarly, we have detected robust interactions between 
bedding and caging type (Ericsson et al. 2018), and between 
bedding and method of water disinfection (Bidot et al. 2018). 
Interestingly, these studies also revealed that dramatic dif-
ferences in the small intestinal or even cecal bacterial com-
munities associated with these husbandry variables are 
often undetectable in the feces. Thus, even the short colonic 
transit time can mute upstream effects that may or may not 
lead to phenotypic differences. This raises the question of 
how much the GM present in the upper gastrointestinal tract 
(GIT) affects host phenotype.

Stronger environmental pressures have also been shown 
to exhibit differential effects on the gut microbiota, depend-
ing on its composition. For example, C57BL/6 mice har-
boring the GM of a wild mouse are extremely resistant to 
antibiotic-induced changes when compared to traditional 
SPF mice with either a Jackson or Taconic-origin GM 
(Rosshart et al. 2019) (both comparably sparse SPF micro-
biomes). In contrast, the relatively low and high richness 

GM observed in mice from Jackson and Envigo appear to 
respond very similarly to several commonly used antibiot-
ics (Korte et al. 2020). While it might not be intuitive that 
antibiotic exposure would go unnoticed, or at least unap-
preciated, scenarios for such influences include exposure 
to tetracycline (Yin et al. 2015) or doxycycline (Boynton 
et al. 2017) to induce or silence gene expression, or the use 
of topical triple antibiotic ointment by veterinary care staff 
to treat fight wounds or dermatitis, which is subsequently 
ingested during grooming (Korte et al. 2020). It should also 
be noted that, despite a lack of appreciable effect on the 
GM as characterized using 16S rRNA amplicon sequenc-
ing, antibiotics may nonetheless affect model phenotypes via 
GM-independent mechanisms or changes in the GM below 
the resolution of current methods. As an example, chronic 
exposure to trimethoprim-sulfamethoxazole (TMS) results 
in no more change in the GM over time than is observed in 
untreated control mice, whether mice are colonized with a 
sparse Jackson-origin GM or a rich Envigo-origin GM. Yet, 
TNFR-deficient 2D2 TCR-transgenic mice, with an incred-
ibly robust, sex-biased neurodevelopmental phenotype mod-
eling Devic’s disease, demonstrated a complete loss of phe-
notype following colony-wide administration of TMS (using 
the same dosage and route of administration) in response to 
poor breeding performance and a suspected occult bacterial 
etiology. Supporting a GM-mediated role in the loss of phe-
notype, co-housing of mice with wild-type mice purchased 
from the original source resulted in a complete recovery of 
the phenotype, and novel insights into the disease pathogen-
esis (Miller et al. 2015). Scenarios such as this underscore 
the value of a thorough knowledge of the GM of origin in 
the strains being used, as well as periodic banking of fecal 
samples in a − 80 °C freezer, to provide a historical record 
of the GM in each colony, as well as a possible source for 
re-inoculation should the need arise.

Model phenotypes lost in translation

Frequently, even robust and reproducible experimental 
results generated in mouse models cannot be replicated in 
other model species, or humans. If an investigational new 
drug (IND) potently inhibits tumor growth in multiple 
mouse models of hepatocellular carcinoma (HCC), but has 
no efficacy whatsoever in canine or human HCC patients, it 
has little hope of testing beyond Phase I clinical trials, much 
less reaching the market. An improved ability to screen out 
those ‘false positives’ that fail to produce comparable ben-
efit to humans, or even worse, are actually detrimental to 
humans, would increase efficiencies in the drug development 
pipeline by eliminating false leads. Equally important, an 
enhanced ability to identify ‘false negatives’, i.e., those INDs 
that failed to show efficacy in animal models but that might 
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have efficacy in humans, would be expected to increase the 
number of candidate compounds in the pipeline. Several 
lines of research now suggest that the GM of research mice 
can be manipulated so as to enhance the translatablity of 
research using those mice, to the human condition.

A rather prescient opinion piece by Pedersen and 
Babayan in 2011 (Pedersen and Babayan 2011) posited 
that studies performed in wild animals might provide more 
meaningful outcomes in translational research, owing to 
their outbred nature, history of repeated antigen exposure, 
and primed immune system (Boysen et al. 2011). Five years 
later, the work of Stephen Jameson and David Masopust at 
the University of Minnesota (Beura et al. 2016; Huggins 
et al. 2019), Herbert “Skip” Virgin at Washington Univer-
sity (Reese et al. 2016), and Stephan Rosshart and Barbara 
Rehermann at the NIH (Rosshart et al. 2017, 2019) would 
resoundingly support this proposal, based on studies per-
formed using various populations of wild-caught and pet 
store-origin mice. Ongoing work in those and other labs, 
including the MU MMRRC, often in conjunction with 
commercial suppliers, continue to investigate the biological 
effects of a wild mouse GM (reviewed in detail by J-K Seong 
in the present issue), and develop and refine animal models 
through customized GM colonization and antigen exposure. 
One of the greatest impediments in the wide-spread adoption 
of these approaches is the history that has created our current 
research environment and practices. Pioneers in the develop-
ment of the first inbred mouse lines recognized early on the 
influence of not just host genetics, but also infectious agents, 
on experimental reproducibility. Beginning with those pio-
neers, and extending to the present-day distribution of doz-
ens of different inbred strains through centralized suppliers, 
efforts have slowly expanded to ensure that mice are free of 
an ever-growing list of ‘excluded pathogens’. Animal care 
staff at these centralized supplies are typically under strict 
guidelines regarding their exposure to pet and wild rodents, 
lest they serve as a disease vector and transmit something 
to their facility. While the above practices follow a certain 
logic, they result in laboratory mice with negligible anti-
genic stimulation during early life. This, along with the prac-
tices employed to seed the GM of founders in a new produc-
tion colony, have also resulted in a substantially decreased 
GM richness regardless of commercial source and the 
exclusion of recognized immunostimulatory bacteria such 
as Helicobacter spp. that are endemic in wild populations. 
Thus, the historical desire to eliminate and exclude any and 
all overt and opportunistic pathogens from all research ani-
mals (ostensibly enhancing reproducibility at the expense of 
translatability) is confronted with mounting evidence that 
the traditional SPF paradigm may be insufficient or even 
inappropriate for some studies. The decision as to whether or 
not wild mice, or mice intentionally infected with subclinical 
immunostimulatory agents like Helicobacter spp. and MNV, 

would be allowed in an institutional vivarium has multiple 
stake-holders including other researchers in the facility and 
the attending veterinarian, and such decisions require care-
ful consideration. While controlled experimental inoculation 
with known agents has the advantage of reliance on a limited 
number of known inoculants with known transmission routes 
and available methods of screening, the pathogen burden and 
commensal GM richness of pet store or wild mice is vastly 
greater and thus likely of greater concern to others in the 
same vivarium, and more labor-intensive to survey a facility. 
However, the distinct advantage to working with wild mice 
or ‘wildling’ inbred mice, is the strong phenotype induced 
by those antigenic exposures during development, and the 
improved predictive power with regard to human outcomes. 
Ideally, the use of mice with increased antigen exposure 
would represent an adjunct, rather than replacement, of cur-
rent SPF mouse models, as discrepant phenotypes between 
otherwise isogenic mice harboring distinct GM or antigen 
exposure histories would suggest a GM-mediated influence 
on the physiologic, or pathologic, process under investiga-
tion, and rationale for continued investigation.

Transforming poor reproducibility 
into discovery

While many studies are intentionally, and prospectively, 
designed to make new discoveries related to the microbiome 
and its influence on some aspect of host physiology, other 
studies are borne of unexpected results or discrepant data 
between studies or labs, and the curiosity of an investigator. 
Examples abound in the literature, particularly in the con-
text of notoriously “fickle” models with variable phenotypes. 
A classic example is the non-obese diabetic (NOD) mouse 
model of autoimmune (type I) diabetes mellitus.

Reports of opposing effects of acidified water on the GM 
and disease phenotype (Wolf et al. 2014; Sofi et al. 2014) 
were recognized as an opportunity, and pursued by Zhao and 
Tarbell to reveal a lack of effect in either direction (Zhao 
et al. 2014). Collectively, the findings from these studies 
suggest that other variables likely influenced the model phe-
notype, providing fertile ground for continued investigations 
of the microbial taxa or functions that are mechanistically 
involved in the different disease presentations. Similarly, 
different effects of treatment with vancomycin have been 
reported in NOD mice, with initial reports indicating that 
early life exposure to the selective Gram-positive antibiotic 
resulted in reduced diabetes incidence (Hansen et al. 2012), 
findings of particular interest in the context of earlier studies 
demonstrating similar or even exacerbated disease incidence 
in GF NOD mice (Alam et al. 2011; King and Sarvetnick 
2011). Subsequent studies however, produced seemingly 
conflicting results, with vancomycin administration leading 
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to increased disease incidence (Hu et al. 2016; Brown et al. 
2016; Candon et al. 2015). As with acidified water, the dif-
ferent findings likely reflect differences in the baseline GM 
of mice used in each study, or a host of other genetic or envi-
ronmental factors interacting with the variable of interest. 
These are but two examples (in only one model) of discrep-
ant findings seeding the next line of investigation. In this 
context, lack of reproducibility between studies should be 
viewed as a challenge to identify the factors responsible for 
the discordant findings, rather than dismissed as problematic 
events resulting from poor experimental design or inappro-
priate statistical analyses.

Best practices at all levels of science

The considerations described above present both challenges 
and opportunities, for individuals working at almost every 
level of biomedical research. For the suppliers producing 
commercially available laboratory mice, there is a grow-
ing burden to recognize and report the characteristics of the 
GM in their colonies. Specifically, a production colony sur-
veyed via 16S rRNA amplicon sequencing could be reported 
online, and would cost little more than the battery of diag-
nostic tests performed on sentinel mice. As with any other 
physiological parameters provided by the supplier, these data 
add value to the end users. Similarly, health reports would 
ideally be expanded to include important commensal players 
such as SFB and Akkermansia sp., allowing researchers to 
make informed purchases.

Repositories and other federally funded distributors of 
research mice should similarly be cognizant of the GM in 
their colonies, particularly that of surrogate dams used as 
recipients in embryo transfer procedures used to resuscitate 
frozen germplasm. The CD-1 colonies maintained at the 
MU MMRRC are available for that very purpose, allowing 
‘customization’ of a research model via rederivation using 
surrogate dams harboring the GM of interest, or rederiva-
tion of germplasm in dams from more than one colony to 
prospectively assess the influence of the different GMs.

Scientists are encouraged to be aware of the factors dis-
cussed above, and to be forward-thinking with regard to the 
mouse models being used in their research. At the most basic 
level, this might constitute something as simple as periodi-
cally banking fecal samples, while more proactive measures 
might include efforts to optimize the phenotype of mouse 
models through intentional colonization with the GM of 
other suppliers, or even a wild mouse GM. Methods of iden-
tifying or validating an association between certain environ-
mental/dietary features, the GM, and changes or differences 
in a phenotypic outcome are many and varied. In most cases, 
demonstration of causal relationships will require manipu-
lation of the GM, including complete or partial ablation of 

the GM, supplementation with specific taxa, or exposure 
to complex GM. While a detailed discussion of available 
approaches is beyond the scope of the current review, read-
ers are directed to the following literature (Ericsson and 
Franklin 2015; Lundberg 2019; Lundberg et al. 2016; Eric-
sson et al. 2017a) describing various GM-related experi-
mental design considerations. It should be remembered that 
the actual transfer of the GM itself (rather than the compo-
sition of the GM being transferred) can influence the host, 
and procedural controls are required. For the same reasons, 
regardless of the transfer methods used, studies should be 
performed or repeated in second generation mice born to 
the actual GM recipient mice as the latter are naturally 
colonized by multiple sources of microbiota (i.e., vaginal, 
fecal and cutaneous) beginning at birth. Additionally, the 
success of GM transfer in methods such as co-housing and 
even repeated gastric gavage following antibiotic exposure, 
is largely dependent on the difference between donor and 
recipient in starting richness (Ericsson et al. 2017b). Other 
‘best practices’ include the careful consideration of cage 
density in the experimental design. Due to coprophagy, mice 
within a cage are frequently more similar to cagemates than 
to littermates in other cages. This is particularly evident 
after application of a selective pressure such as antibiotics. 
Group-housing has obvious benefits with regard to animal 
welfare and reduced housing costs, but in the event of pro-
nounced ‘cage effects’, it becomes problematic to consider 
individual mice as the biological unit. In certain scenarios, 
such as determining the influence of a specific host genotype 
on the GM, co-housing can serve as a valuable confirmation 
of genotype-dependent effects. For example, a significant 
difference in GM composition between WT, heterozygous, 
and KO littermates is substantially strengthened if these dif-
ferences are maintained in co-housed mice of different geno-
types (Bains et al. 2019). If the goals of the experimental 
design are to normalize the GM among all groups, rather 
than validate genotype-dependent differences, co-housing 
may be insufficient as mucosal communities may remain 
distinct (Robertson et al. 2019).

Regarding sample collection, one of the primary con-
founds to consistent data is the time of day that samples are 
collected. Being nocturnal, mice are typically active during 
the dark cycle, and fecal throughput is much more rapid and 
frequent than during the light cycle. Accordingly, the com-
position of fecal samples from a group of mice collected 12 
h apart will differ substantially (Kuang et al. 2019; Thaiss 
et al. 2016). As samples are best collected fresh and then 
processed or frozen quickly, we recommend collecting early 
in the morning as the dark cycle has just ended. There are 
numerous other best practices related to sample processing, 
library preparation and sequencing, and the bioinformatics 
tools used to filter and annotate the data that are beyond 
the scope of this review. Readers are referred to excellent 
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reviews by Pollock et al. (2018) and Knight et al. (Knight 
et al. 2018) for these details.

Ultimately, faced with changes or loss of a model pheno-
type, researchers are encouraged to view the situation as an 
opportunity for discovery, and pilot studies to identify the 
cause and mechanism underlying the change are warranted. 
Our understanding of gene function has been elucidated pri-
marily through loss- and gain-of function approaches using 
mouse models, and similar strategies can be applied to better 
understand the influence of the GM on model phenotypes, 
and host physiology.

Funding  This study is funded by NIH Office of the Director (Grant 
No. U42 OD010918-21).

Declarations 

Conflict of interest  On behalf of all authors, the corresponding author 
states that there is no conflict of interest.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article’s Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http://creat​iveco​mmons​.org/licen​ses/by/4.0/.

References

Alam C, Bittoun E, Bhagwat D et al (2011) Effects of a germ-free 
environment on gut immune regulation and diabetes progression 
in non-obese diabetic (NOD) mice. Diabetologia 54:1398–1406. 
https​://doi.org/10.1007/s0012​5-011-2097-5

Bailey MT, Dowd SE, Galley JD et al (2011) Exposure to a social 
stressor alters the structure of the intestinal microbiota: impli-
cations for stressor-induced immunomodulation. Brain Behav 
Immun 25:397–407. https​://doi.org/10.1016/j.bbi.2010.10.023

Bains M, Laney C, Wolfe AE et al (2019) Vasoactive intestinal peptide 
deficiency is associated with altered gut microbiota communities 
in male and female C57BL/6 mice. Front Microbiol 10:2689. 
https​://doi.org/10.3389/fmicb​.2019.02689​

Basson AR, LaSalla A, Lam G et al (2020) Artificial microbiome 
heterogeneity spurs six practical action themes and examples to 
increase study power-driven reproducibility. Sci Rep 10:5039. 
https​://doi.org/10.1038/s4159​8-020-60900​-y

Bennett BJ, Farber CR, Orozco L et al (2010) A high-resolution associ-
ation mapping panel for the dissection of complex traits in mice. 
Genom Res 20:281–290. https​://doi.org/10.1101/gr.09923​4.109

Beura LK, Hamilton SE, Bi K et al (2016) Normalizing the environ-
ment recapitulates adult human immune traits in laboratory mice. 
Nature 532:512–516. https​://doi.org/10.1038/natur​e1765​5

Bidot WA, Ericsson AC, Franklin CL (2018) Effects of water decon-
tamination methods and bedding material on the gut micro-
biota. PLoS ONE 13:e0198305. https​://doi.org/10.1371/journ​
al.pone.01983​05

Bleich A, Hansen AK (2012) Time to include the gut microbiota in the 
hygienic standardisation of laboratory rodents. Comp Immunol 
Microbiol Infect Dis 35:81–92. https​://doi.org/10.1016/j.cimid​
.2011.12.006

Bogatyrev SR, Rolando JC, Ismagilov RF (2020) Self-reinoculation 
with fecal flora changes microbiota density and composition lead-
ing to an altered bile-acid profile in the mouse small intestine. 
Microbiome 8:19. https​://doi.org/10.1186/s4016​8-020-0785-4

Bolnick DI, Snowberg LK, Hirsch PE et al (2014) Individual diet has 
sex-dependent effects on vertebrate gut microbiota. Nat Commun 
5:4500. https​://doi.org/10.1038/ncomm​s5500​

Boynton FDD, Ericsson AC, Uchihashi M et al (2017) Doxycycline 
induces dysbiosis in female C57BL/6NCrl mice. BMC Res 
Notes 10:644. https​://doi.org/10.1186/s1310​4-017-2960-7

Boysen P, Eide DM, Storset AK (2011) Natural killer cells 
in free-living Mus musculus have a primed phenotype. 
Mol Ecol 20:5103–5110. https​://doi.org/10.1111/j.1365-
294X.2011.05269​.x

Bravo JA, Forsythe P, Chew MV et al (2011) Ingestion of Lactoba-
cillus strain regulates emotional behavior and central GABA 
receptor expression in a mouse via the vagus nerve. Proc Natl 
Acad Sci USA 108:16050–16055. https​://doi.org/10.1073/
pnas.11029​99108​

Brown K, Godovannyi A, Ma C et al (2016) Prolonged antibiotic 
treatment induces a diabetogenic intestinal microbiome that 
accelerates diabetes in NOD mice. ISME J 10:321–332. https​
://doi.org/10.1038/ismej​.2015.114

Candon S, Perez-Arroyo A, Marquet C et al (2015) Antibiotics in 
early life alter the gut microbiome and increase disease inci-
dence in a spontaneous mouse model of autoimmune insulin-
dependent diabetes. PLoS ONE 10:e0125448. https​://doi.
org/10.1371/journ​al.pone.01254​48

Carmody RN, Gerber GK, Luevano JM Jr et al (2015) Diet dominates 
host genotype in shaping the murine gut microbiota. Cell Host 
Microb 17:72–84. https​://doi.org/10.1016/j.chom.2014.11.010

Cebra JJ (1999) Influences of microbiota on intestinal immune sys-
tem development. Am J Clin Nutr 69:1046S-1051S

Chen B, Chen H, Shu X et al (2018) Presence of segmented filamen-
tous bacteria in human children and its potential role in the 
modulation of human gut immunity. Front Microbiol 9:1403. 
https​://doi.org/10.3389/fmicb​.2018.01403​

Chinen T, Rudensky AY (2012) The effects of commensal micro-
biota on immune cell subsets and inflammatory responses. 
Immunol Rev 245:45–55. https​://doi.org/10.1111/j.1600-
065X.2011.01083​.x

Chung H, Pamp SJ, Hill JA et al (2012) Gut immune maturation 
depends on colonization with a host-specific microbiota. Cell 
149:1578–1593. https​://doi.org/10.1016/j.cell.2012.04.037

Clarke G, Stilling RM, Kennedy PJ et al (2014) Minireview: Gut 
microbiota: the neglected endocrine organ. Mol Endocrinol 
28:1221–1238. https​://doi.org/10.1210/me.2014-1108

Collins SM, Kassam Z, Bercik P (2013) The adoptive transfer of 
behavioral phenotype via the intestinal microbiota: experimen-
tal evidence and clinical implications. Curr Opin Microbiol 
16:240–245. https​://doi.org/10.1016/j.mib.2013.06.004

Collins FS, Tabak LA (2014) Policy: NIH plans to enhance reproduc-
ibility. Nature 505:612–613

de la Cuesta-Zuluaga J, Mueller NT, Corrales-Agudelo V et al (2017) 
Metformin is associated with higher relative abundance of 
mucin-degrading Akkermansia muciniphila and several short-
chain fatty acid-producing microbiota in the gut. Diabetes Care 
40:54–62. https​://doi.org/10.2337/dc16-1324

http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1007/s00125-011-2097-5
https://doi.org/10.1016/j.bbi.2010.10.023
https://doi.org/10.3389/fmicb.2019.02689
https://doi.org/10.1038/s41598-020-60900-y
https://doi.org/10.1101/gr.099234.109
https://doi.org/10.1038/nature17655
https://doi.org/10.1371/journal.pone.0198305
https://doi.org/10.1371/journal.pone.0198305
https://doi.org/10.1016/j.cimid.2011.12.006
https://doi.org/10.1016/j.cimid.2011.12.006
https://doi.org/10.1186/s40168-020-0785-4
https://doi.org/10.1038/ncomms5500
https://doi.org/10.1186/s13104-017-2960-7
https://doi.org/10.1111/j.1365-294X.2011.05269.x
https://doi.org/10.1111/j.1365-294X.2011.05269.x
https://doi.org/10.1073/pnas.1102999108
https://doi.org/10.1073/pnas.1102999108
https://doi.org/10.1038/ismej.2015.114
https://doi.org/10.1038/ismej.2015.114
https://doi.org/10.1371/journal.pone.0125448
https://doi.org/10.1371/journal.pone.0125448
https://doi.org/10.1016/j.chom.2014.11.010
https://doi.org/10.3389/fmicb.2018.01403
https://doi.org/10.1111/j.1600-065X.2011.01083.x
https://doi.org/10.1111/j.1600-065X.2011.01083.x
https://doi.org/10.1016/j.cell.2012.04.037
https://doi.org/10.1210/me.2014-1108
https://doi.org/10.1016/j.mib.2013.06.004
https://doi.org/10.2337/dc16-1324


248	 A. C. Ericsson, C. L. Franklin 

1 3

de Vos WM, de Vos EA (2012) Role of the intestinal micro-
biome in health and disease: from correlation to causa-
tion. Nutr Rev 70(Suppl 1):S45-56. https​://doi.org/10.111
1/j.1753-4887.2012.00505​.x

Davenport ER, Cusanovich DA, Michelini K et al (2015) Genome-
wide association studies of the human gut microbiota. PLoS 
ONE 10:e0140301. https​://doi.org/10.1371/journ​al.pone.01403​
01

David LA, Maurice CF, Carmody RN et al (2014) Diet rapidly and 
reproducibly alters the human gut microbiome. Nature 505:559–
563. https​://doi.org/10.1038/natur​e1282​0

Desbonnet L, Clarke G, Shanahan F et  al (2014) Microbiota is 
essential for social development in the mouse. Mol Psychiatry 
19:146–148. https​://doi.org/10.1038/mp.2013.65

Dewhirst FE, Chien CC, Paster BJ et al (1999) Phylogeny of the 
defined murine microbiota: altered Schaedler flora. Appl Envi-
ron Microbiol 65:3287–3292

Dieleman LA, Arends A, Tonkonogy SL et al (2000) Helicobacter 
hepaticus does not induce or potentiate colitis in interleukin-
10-deficient mice. Infect Immun 68:5107–5113

Duangchanchot M, Inpunkaew R, Thongsiri P et al (2014) Preva-
lence of helicobacter in laboratory mice in Thailand. Exp Anim 
63:169–173. https​://doi.org/10.1538/expan​im.63.169

Ericsson AC, Davis JW, Spollen W et al (2015) Effects of vendor 
and genetic background on the composition of the fecal micro-
biota of inbred mice. PLoS ONE 10:e0116704. https​://doi.
org/10.1371/journ​al.pone.01167​04

Ericsson AC, Franklin CL (2015) Manipulating the gut microbiota: 
methods and challenges. ILAR J 56:205–217. https​://doi.
org/10.1093/ilar/ilv02​1

Ericsson AC, Gagliardi J, Bouhan D et al (2018) The influence of 
caging, bedding, and diet on the composition of the microbiota 
in different regions of the mouse gut. Sci Rep 8:4065. https​://
doi.org/10.1038/s4159​8-018-21986​-7

Ericsson AC, Montonye DR, Smith CR et al (2017a) Modeling a 
superorganism—considerations regarding the use of “dirty” 
mice in biomedical research. Yale J Biol Med 90:361–371

Ericsson AC, Personett AR, Turner G et al (2017b) Variable coloni-
zation after reciprocal fecal microbiota transfer between mice 
with low and high richness microbiota. Front Microbiol 8:196. 
https​://doi.org/10.3389/fmicb​.2017.00196​

Foltz CJ, Fox JG, Cahill R et al (1998) Spontaneous inflammatory 
bowel disease in multiple mutant mouse lines: association with 
colonization by Helicobacter hepaticus. Helicobacter 3:69–78

Fox JG, Dewhirst FE, Tully JG et al (1994) Helicobacter hepati-
cus sp. nov., a microaerophilic bacterium isolated from 
livers and intestinal mucosal scrapings from mice. J 
Clin Microbiol 32:1238–1245. https​://doi.org/10.1128/
JCM.32.5.1238-1245.1994

Fox JG, Ge Z, Whary MT et al (2011) Helicobacter hepaticus infection 
in mice: models for understanding lower bowel inflammation 
and cancer. Mucosal Immunol 4:22–30. https​://doi.org/10.1038/
mi.2010.61

Fox JG, Yan LL, Dewhirst FE et al (1995) Helicobacter bilis sp. nov., 
a novel Helicobacter species isolated from bile, livers, and intes-
tines of aged, inbred mice. J Clin Microbiol 33:445–454. https​://
doi.org/10.1128/JCM.33.2.445-454.1995

Garland CD, Lee A, Dickson MR (1982) Segmented filamentous bac-
teria in the rodent small intestine: their colonization of grow-
ing animals and possible role in host resistance to Salmonella. 
Microb Ecol 8:181–190

Gopalakrishnan V, Spencer CN, Nezi L et al (2018) Gut microbiome 
modulates response to anti-PD-1 immunotherapy in melanoma 
patients. Science 359:97–103. https​://doi.org/10.1126/scien​
ce.aan42​36

Hansen CH, Krych L, Nielsen DS et al (2012) Early life treatment with 
vancomycin propagates Akkermansia muciniphila and reduces 
diabetes incidence in the NOD mouse. Diabetologia 55:2285–
2294. https​://doi.org/10.1007/s0012​5-012-2564-7

Hart ML, Ericsson AC, Franklin CL (2017) Differing complex microbi-
ota alter disease severity of the IL-10-/- mouse model of inflam-
matory bowel disease. Front Microbiol. https​://doi.org/10.3389/
fmcib​.2017.00792​

Hart ML, Ericsson AC, Lloyd KC et al (2018) Development of outbred 
CD1 mouse colonies with distinct standardized gut microbiota 
profiles for use in complex microbiota targeted studies. Sci Rep 
8:1–11

Heczko U, Abe A, Finlay BB (2000) Segmented filamentous bac-
teria prevent colonization of enteropathogenic Escherichia 
coli O103 in rabbits. J Infect Dis 181:1027–1033. https​://doi.
org/10.1086/31534​8

Hilbert T, Steinhagen F, Senzig S et al (2017) Vendor effects on murine 
gut microbiota influence experimental abdominal sepsis. J Surg 
Res 211:126–136. https​://doi.org/10.1016/j.jss.2016.12.008

Hildebrand F, Nguyen TL, Brinkman B et al (2013) Inflammation-
associated enterotypes, host genotype, cage and inter-individ-
ual effects drive gut microbiota variation in common labo-
ratory mice. Genome Biol 14:R4. https​://doi.org/10.1186/
gb-2013-14-1-r4

Hirayama K, Endo K, Kawamura S et al (1990) Comparison of the 
intestinal bacteria in specific pathogen free mice from different 
breeders. Jikken Dobutsu 39:263–267. https​://doi.org/10.1538/
expan​im197​8.39.2_263

Hooper LV, Littman DR, Macpherson AJ (2012) Interactions between 
the microbiota and the immune system. Science 336:1268–1273. 
https​://doi.org/10.1126/scien​ce.12234​90

Hu Y, Jin P, Peng J et al (2016) Different immunological responses 
to early-life antibiotic exposure affecting autoimmune diabetes 
development in NOD mice. J Autoimmun 72:47–56. https​://doi.
org/10.1016/j.jaut.2016.05.001

Hufeldt MR, Nielsen DS, Vogensen FK et al (2010) Variation in the 
gut microbiota of laboratory mice is related to both genetic and 
environmental factors. Comp Med 60:336–347

Huggins MA, Sjaastad FV, Pierson M et al (2019) Microbial expo-
sure enhances immunity to pathogens recognized by TLR2 but 
increases susceptibility to cytokine storm through TLR4 sensiti-
zation. Cell Rep 28(1729–1743):e1725. https​://doi.org/10.1016/j.
celre​p.2019.07.028

Ivanov II, Atarashi K, Manel N et al (2009) Induction of intestinal 
Th17 cells by segmented filamentous bacteria. Cell 139:485–498. 
https​://doi.org/10.1016/j.cell.2009.09.033

Jergens AE, Dorn A, Wilson J et al (2006) Induction of differen-
tial immune reactivity to members of the flora of gnotobiotic 
mice following colonization with Helicobacter bilis or Brachy-
spira hyodysenteriae. Microb Infect 8:1602–1610. https​://doi.
org/10.1016/j.micin​f.2006.01.019

Jergens AE, Wilson-Welder JH, Dorn A et al (2007) Helicobacter bilis 
triggers persistent immune reactivity to antigens derived from 
the commensal bacteria in gnotobiotic C3H/HeN mice. Gut 
56:934–940. https​://doi.org/10.1136/gut.2006.09924​2

King C, Sarvetnick N (2011) The incidence of type-1 diabetes in 
NOD mice is modulated by restricted flora not germ-free con-
ditions. PLoS ONE 6:e17049. https​://doi.org/10.1371/journ​
al.pone.00170​49

Knight R, Vrbanac A, Taylor BC et al (2018) Best practices for analys-
ing microbiomes. Nat Rev Microbiol 16:410–422. https​://doi.
org/10.1038/s4157​9-018-0029-9

Koppel N, Maini Rekdal V, Balskus EP (2017) Chemical transforma-
tion of xenobiotics by the human gut microbiota. Science. https​
://doi.org/10.1126/scien​ce.aag27​70

https://doi.org/10.1111/j.1753-4887.2012.00505.x
https://doi.org/10.1111/j.1753-4887.2012.00505.x
https://doi.org/10.1371/journal.pone.0140301
https://doi.org/10.1371/journal.pone.0140301
https://doi.org/10.1038/nature12820
https://doi.org/10.1038/mp.2013.65
https://doi.org/10.1538/expanim.63.169
https://doi.org/10.1371/journal.pone.0116704
https://doi.org/10.1371/journal.pone.0116704
https://doi.org/10.1093/ilar/ilv021
https://doi.org/10.1093/ilar/ilv021
https://doi.org/10.1038/s41598-018-21986-7
https://doi.org/10.1038/s41598-018-21986-7
https://doi.org/10.3389/fmicb.2017.00196
https://doi.org/10.1128/JCM.32.5.1238-1245.1994
https://doi.org/10.1128/JCM.32.5.1238-1245.1994
https://doi.org/10.1038/mi.2010.61
https://doi.org/10.1038/mi.2010.61
https://doi.org/10.1128/JCM.33.2.445-454.1995
https://doi.org/10.1128/JCM.33.2.445-454.1995
https://doi.org/10.1126/science.aan4236
https://doi.org/10.1126/science.aan4236
https://doi.org/10.1007/s00125-012-2564-7
https://doi.org/10.3389/fmcib.2017.00792
https://doi.org/10.3389/fmcib.2017.00792
https://doi.org/10.1086/315348
https://doi.org/10.1086/315348
https://doi.org/10.1016/j.jss.2016.12.008
https://doi.org/10.1186/gb-2013-14-1-r4
https://doi.org/10.1186/gb-2013-14-1-r4
https://doi.org/10.1538/expanim1978.39.2_263
https://doi.org/10.1538/expanim1978.39.2_263
https://doi.org/10.1126/science.1223490
https://doi.org/10.1016/j.jaut.2016.05.001
https://doi.org/10.1016/j.jaut.2016.05.001
https://doi.org/10.1016/j.celrep.2019.07.028
https://doi.org/10.1016/j.celrep.2019.07.028
https://doi.org/10.1016/j.cell.2009.09.033
https://doi.org/10.1016/j.micinf.2006.01.019
https://doi.org/10.1016/j.micinf.2006.01.019
https://doi.org/10.1136/gut.2006.099242
https://doi.org/10.1371/journal.pone.0017049
https://doi.org/10.1371/journal.pone.0017049
https://doi.org/10.1038/s41579-018-0029-9
https://doi.org/10.1038/s41579-018-0029-9
https://doi.org/10.1126/science.aag2770
https://doi.org/10.1126/science.aag2770


249The gut microbiome of laboratory mice: considerations and best practices for translational…

1 3

Korte SW, Dorfmeyer RA, Franklin CL et al (2020) Acute and long-
term effects of antibiotics commonly used in laboratory animal 
medicine on the fecal microbiota. Vet Res 51:116. https​://doi.
org/10.1186/s1356​7-020-00839​-0

Kovacs A, Ben-Jacob N, Tayem H et al (2011) Genotype is a stronger 
determinant than sex of the mouse gut microbiota. Microb Ecol 
61:423–428. https​://doi.org/10.1007/s0024​8-010-9787-2

Kozik AJ, Nakatsu CH, Chun H et al (2017) Age, sex, and TNF associ-
ated differences in the gut microbiota of mice and their impact 
on acute TNBS colitis. Exp Mol Pathol 103:311–319. https​://doi.
org/10.1016/j.yexmp​.2017.11.014

Kriegel MA, Sefik E, Hill JA et al (2011) Naturally transmitted 
segmented filamentous bacteria segregate with diabetes pro-
tection in nonobese diabetic mice. Proc Natl Acad Sci USA 
108:11548–11553. https​://doi.org/10.1073/pnas.11089​24108​

Kuang Z, Wang Y, Li Y et al (2019) The intestinal microbiota pro-
grams diurnal rhythms in host metabolism through histone dea-
cetylase 3. Science 365:1428–1434. https​://doi.org/10.1126/
scien​ce.aaw31​34

Lee H, Jin BE, Jang E et al (2014) Gut-residing microbes alter the 
host susceptibility to autoantibody-mediated arthritis. Immune 
Netw 14:38–44. https​://doi.org/10.4110/in.2014.14.1.38

Lee H, Lee Y, Kim J et al (2018) Modulation of the gut micro-
biota by metformin improves metabolic profiles in aged obese 
mice. Gut Microb 9:155–165. https​://doi.org/10.1080/19490​
976.2017.14052​09

Lee YK, Menezes JS, Umesaki Y et al (2011) Proinflammatory T-cell 
responses to gut microbiota promote experimental autoim-
mune encephalomyelitis. Proc Natl Acad Sci USA 108(Suppl 
1):4615–4622. https​://doi.org/10.1073/pnas.10000​82107​

Liu WH, Chuang HL, Huang YT et al (2016) Alteration of behavior 
and monoamine levels attributable to Lactobacillus plantarum 
PS128 in germ-free mice. Behav Brain Res 298:202–209. https​
://doi.org/10.1016/j.bbr.2015.10.046

Lundberg R (2019) Humanizing the gut microbiota of mice: oppor-
tunities and challenges. Lab Anim 53:244–251. https​://doi.
org/10.1177/00236​77218​78755​4

Lundberg R, Bahl MI, Licht TR et al (2017) Microbiota composi-
tion of simultaneously colonized mice housed under either a 
gnotobiotic isolator or individually ventilated cage regime. Sci 
Rep 7:42245. https​://doi.org/10.1038/srep4​2245

Lundberg R, Toft MF, August B et  al (2016) Antibiotic-treated 
versus germ-free rodents for microbiota transplantation 
studies. Gut Microb 7:68–74. https​://doi.org/10.1080/19490​
976.2015.11274​63

Ma BW, Bokulich NA, Castillo PA et al (2012) Routine habitat 
change: a source of unrecognized transient alteration of intes-
tinal microbiota in laboratory mice. PLoS ONE 7:e47416. https​
://doi.org/10.1371/journ​al.pone.00474​16

Mandal RK, Denny JE, Waide ML et al (2020) Temporospatial shifts 
within commercial laboratory mouse gut microbiota impact 
experimental reproducibility. BMC Biol 18:83. https​://doi.
org/10.1186/s1291​5-020-00810​-7

Matson V, Fessler J, Bao R et al (2018) The commensal microbiome 
is associated with anti-PD-1 efficacy in metastatic melanoma 
patients. Science 359:104–108. https​://doi.org/10.1126/scien​
ce.aao32​90

Miller PG, Bonn MB, Franklin CL et al (2015) aTNFR2 deficiency 
acts in concert with gut microbiota to precipitate spontaneous 
sex-biased central nervous system demyelinating autoimmune 
disease. J Immunol. https​://doi.org/10.4049/jimmu​nol.15016​64

Mogil JS (2017) Laboratory environmental factors and pain behav-
ior: the relevance of unknown unknowns to reproducibility 
and translation. Lab Anim (NY) 46:136–141. https​://doi.
org/10.1038/laban​.1223

Montonye DR, Ericsson AC, Busi SB et al (2018) Acclimation and 
institutionalization of the mouse microbiota following trans-
portation. Front Microbiol 9:1085. https​://doi.org/10.3389/
fmicb​.2018.01085​

Moskowitz JE, Andreatta F, Amos-Landgraf J (2019) The gut micro-
biota modulates differential adenoma suppression by B6/J 
and B6/N genetic backgrounds in Apc(Min) mice. Mamm 
Genom Off J Int Mamm Genom Soc 30:237–244. https​://doi.
org/10.1007/s0033​5-019-09814​-3

Nagalingam NA, Robinson CJ, Bergin IL et al (2013) The effects of 
intestinal microbial community structure on disease manifes-
tation in IL-10-/- mice infected with Helicobacter hepaticus. 
Microbiome 1:15. https​://doi.org/10.1186/2049-2618-1-15

Ogbonnaya ES, Clarke G, Shanahan F et al (2015) Adult hippocam-
pal neurogenesis is regulated by the microbiome. Biol Psychiat 
78:e7-9. https​://doi.org/10.1016/j.biops​ych.2014.12.023

Org E, Mehrabian M, Parks BW et al (2016) Sex differences and 
hormonal effects on gut microbiota composition in mice. 
Gut Microb 7:313–322. https​://doi.org/10.1080/19490​
976.2016.12035​02

Org E, Parks BW, Joo JW et al (2015) Genetic and environmen-
tal control of host-gut microbiota interactions. Genome Res 
25:1558–1569. https​://doi.org/10.1101/gr.19411​8.115

O’Hara AM, Shanahan F (2006) The gut flora as a forgotten organ. 
EMBO Rep 7:688–693. https​://doi.org/10.1038/sj.embor​.74007​
31

Pedersen AB, Babayan SA (2011) Wild immunology. Mol Ecol 
20:872–880. https​://doi.org/10.1111/j.1365-294X.2010.04938​
.x

Perrin S (2014) Preclinical research: make mouse studies work. Nature 
507:423–425

Pollock J, Glendinning L, Wisedchanwet T et al (2018) The madness 
of microbiome: attempting to find consensus “best practice” for 
16S microbiome studies. Appl Environ Microbiol. https​://doi.
org/10.1128/AEM.02627​-17

Ramirez FD, Motazedian P, Jung RG et al (2017) Methodological rigor 
in preclinical cardiovascular studies: targets to enhance repro-
ducibility and promote research translation. Circ Res 120:1916–
1926. https​://doi.org/10.1161/CIRCR​ESAHA​.117.31062​8

Rasmussen TS, de Vries L, Kot W et al (2019) Mouse vendor influence 
on the bacterial and viral gut composition exceeds the effect of 
diet. Viruses. https​://doi.org/10.3390/v1105​0435

Reese TA, Bi K, Kambal A et al (2016) Sequential infection with com-
mon pathogens promotes human-like immune gene expression 
and altered vaccine response. Cell Host Microb 19:713–719. 
https​://doi.org/10.1016/j.chom.2016.04.003

Reis DJ, Ilardi SS, Punt SEW (2018) The anxiolytic effect of pro-
biotics: a systematic review and meta-analysis of the clinical 
and preclinical literature. PLoS ONE 13:e0199041. https​://doi.
org/10.1371/journ​al.pone.01990​41

Robertson SJ, Lemire P, Maughan H et al (2019) Comparison of 
Co-housing and littermate methods for microbiota standardi-
zation in mouse models. Cell Rep 27:1910–1919. https​://doi.
org/10.1016/j.celre​p.2019.04.023

Robosky LC, Wells DF, Egnash LA et  al (2005) Metabonomic 
identification of two distinct phenotypes in Sprague-Dawley 
(Crl:CD(SD)) rats. Toxicol Sci Off J Soc Toxicol 87:277–284. 
https​://doi.org/10.1093/toxsc​i/kfi21​4

Rohde CM, Wells DF, Robosky LC et al (2007) Metabonomic evalu-
ation of Schaedler altered microflora rats. Chem Res Toxicol 
20:1388–1392. https​://doi.org/10.1021/tx700​184u

Rosario D, Benfeitas R, Bidkhori G et al (2018) Understanding the rep-
resentative gut microbiota dysbiosis in metformin-treated type 2 
diabetes patients using genome-scale metabolic modeling. Front 
Physiol 9:775. https​://doi.org/10.3389/fphys​.2018.00775​

https://doi.org/10.1186/s13567-020-00839-0
https://doi.org/10.1186/s13567-020-00839-0
https://doi.org/10.1007/s00248-010-9787-2
https://doi.org/10.1016/j.yexmp.2017.11.014
https://doi.org/10.1016/j.yexmp.2017.11.014
https://doi.org/10.1073/pnas.1108924108
https://doi.org/10.1126/science.aaw3134
https://doi.org/10.1126/science.aaw3134
https://doi.org/10.4110/in.2014.14.1.38
https://doi.org/10.1080/19490976.2017.1405209
https://doi.org/10.1080/19490976.2017.1405209
https://doi.org/10.1073/pnas.1000082107
https://doi.org/10.1016/j.bbr.2015.10.046
https://doi.org/10.1016/j.bbr.2015.10.046
https://doi.org/10.1177/0023677218787554
https://doi.org/10.1177/0023677218787554
https://doi.org/10.1038/srep42245
https://doi.org/10.1080/19490976.2015.1127463
https://doi.org/10.1080/19490976.2015.1127463
https://doi.org/10.1371/journal.pone.0047416
https://doi.org/10.1371/journal.pone.0047416
https://doi.org/10.1186/s12915-020-00810-7
https://doi.org/10.1186/s12915-020-00810-7
https://doi.org/10.1126/science.aao3290
https://doi.org/10.1126/science.aao3290
https://doi.org/10.4049/jimmunol.1501664
https://doi.org/10.1038/laban.1223
https://doi.org/10.1038/laban.1223
https://doi.org/10.3389/fmicb.2018.01085
https://doi.org/10.3389/fmicb.2018.01085
https://doi.org/10.1007/s00335-019-09814-3
https://doi.org/10.1007/s00335-019-09814-3
https://doi.org/10.1186/2049-2618-1-15
https://doi.org/10.1016/j.biopsych.2014.12.023
https://doi.org/10.1080/19490976.2016.1203502
https://doi.org/10.1080/19490976.2016.1203502
https://doi.org/10.1101/gr.194118.115
https://doi.org/10.1038/sj.embor.7400731
https://doi.org/10.1038/sj.embor.7400731
https://doi.org/10.1111/j.1365-294X.2010.04938.x
https://doi.org/10.1111/j.1365-294X.2010.04938.x
https://doi.org/10.1128/AEM.02627-17
https://doi.org/10.1128/AEM.02627-17
https://doi.org/10.1161/CIRCRESAHA.117.310628
https://doi.org/10.3390/v11050435
https://doi.org/10.1016/j.chom.2016.04.003
https://doi.org/10.1371/journal.pone.0199041
https://doi.org/10.1371/journal.pone.0199041
https://doi.org/10.1016/j.celrep.2019.04.023
https://doi.org/10.1016/j.celrep.2019.04.023
https://doi.org/10.1093/toxsci/kfi214
https://doi.org/10.1021/tx700184u
https://doi.org/10.3389/fphys.2018.00775


250	 A. C. Ericsson, C. L. Franklin 

1 3

Rosshart SP, Herz J, Vassallo BG et al (2019) Laboratory mice born 
to wild mice have natural microbiota and model human immune 
responses. Science. https​://doi.org/10.1126/scien​ce.aaw43​61

Rosshart SP, Vassallo BG, Angeletti D et al (2017) Wild mouse gut 
microbiota promotes host fitness and improves disease resistance. 
Cell. https​://doi.org/10.1016/j.cell.2017.09.016

Routy B, Le Chatelier E, Derosa L et al (2018) Gut microbiome influ-
ences efficacy of PD-1-based immunotherapy against epithe-
lial tumors. Science 359:91–97. https​://doi.org/10.1126/scien​
ce.aan37​06

Sarkar A, Lehto SM, Harty S et al (2016) Psychobiotics and the manip-
ulation of bacteria-gut-brain signals. Trends Neurosci 39:763–
781. https​://doi.org/10.1016/j.tins.2016.09.002

Sellon RK, Tonkonogy S, Schultz M et al (1998) Resident enteric bac-
teria are necessary for development of spontaneous colitis and 
immune system activation in interleukin-10-deficient mice. Infect 
Immun 66:5224–5231

Shames B, Fox JG, Dewhirst F et al (1995) Identification of wide-
spread Helicobacter hepaticus infection in feces in commercial 
mouse colonies by culture and PCR assay. J Clin Microbiol 
33:2968–2972

Shin NR, Lee JC, Lee HY et al (2014) An increase in the Akkermansia 
spp. population induced by metformin treatment improves glu-
cose homeostasis in diet-induced obese mice. Gut 63:727–735. 
https​://doi.org/10.1136/gutjn​l-2012-30383​9

Sofi MH, Gudi R, Karumuthil-Melethil S et al (2014) pH of drink-
ing water influences the composition of gut microbiome and 
type 1 diabetes incidence. Diabetes 63:632–644. https​://doi.
org/10.2337/db13-0981

Stepankova R, Powrie F, Kofronova O et al (2007) Segmented fila-
mentous bacteria in a defined bacterial cocktail induce intestinal 
inflammation in SCID mice reconstituted with CD45RBhigh 
CD4+ T cells. Inflamm Bowel Dis 13:1202–1211. https​://doi.
org/10.1002/ibd.20221​

Stilling RM, Ryan FJ, Hoban AE et al (2015) Microbes & neurodevel-
opment–Absence of microbiota during early life increases activ-
ity-related transcriptional pathways in the amygdala. Brain Behav 
Immun 50:209–220. https​://doi.org/10.1016/j.bbi.2015.07.009

Sudo N, Chida Y, Aiba Y et al (2004) Postnatal microbial coloniza-
tion programs the hypothalamic-pituitary-adrenal system for 
stress response in mice. J Physiol 558:263–275. https​://doi.
org/10.1113/jphys​iol.2004.06338​8

Talham GL, Jiang HQ, Bos NA et al (1999) Segmented filamentous 
bacteria are potent stimuli of a physiologically normal state 
of the murine gut mucosal immune system. Infect Immun 
67:1992–2000

Taylor NS, Xu S, Nambiar P et al (2007) Enterohepatic Helicobacter 
species are prevalent in mice from commercial and academic 
institutions in Asia, Europe, and North America. J Clin Microbiol 
45:2166–2172. https​://doi.org/10.1128/JCM.00137​-07

Thaiss CA, Levy M, Korem T et al (2016) Microbiota diurnal rhyth-
micity programs host transcriptome oscillations. Cell 167:1495–
1510. https​://doi.org/10.1016/j.cell.2016.11.003

Umesaki Y, Setoyama H, Matsumoto S et al (1999) Differential roles 
of segmented filamentous bacteria and clostridia in development 
of the intestinal immune system. Infect Immun 67:3504–3511

Velazquez EM, Nguyen H, Heasley KT et al (2019) Endogenous Enter-
obacteriaceae underlie variation in susceptibility to Salmonella 
infection. Nat Microbiol 4:1057–1064. https​://doi.org/10.1038/
s4156​4-019-0407-8

Wang S, Qu Y, Chang L et al (2020) Antibiotic-induced microbiome 
depletion is associated with resilience in mice after chronic 
social defeat stress. J Affect Disord 260:448–457. https​://doi.
org/10.1016/j.jad.2019.09.064

Wang J, Thingholm LB, Skieceviciene J et al (2016) Genome-wide 
association analysis identifies variation in vitamin D receptor 
and other host factors influencing the gut microbiota. Nat Genet 
48:1396–1406. https​://doi.org/10.1038/ng.3695

Ward JM, Fox JG, Anver MR et al (1994) Chronic active hepatitis and 
associated liver tumors in mice caused by a persistent bacterial 
infection with a novel Helicobacter species. J Natl Cancer Inst 
86:1222–1227

Whary MT, Morgan TJ, Dangler CA et al (1998) Chronic active hepati-
tis induced by Helicobacter hepaticus in the A/JCr mouse is asso-
ciated with a Th1 cell-mediated immune response. Infect Immun 
66:3142–3148. https​://doi.org/10.1128/IAI.66.7.3142-3148.1998

Wolf KJ, Daft JG, Tanner SM et al (2014) Consumption of acidic water 
alters the gut microbiome and decreases the risk of diabetes in 
NOD mice. J Histochem Cytochem 62:237–250. https​://doi.
org/10.1369/00221​55413​51965​0

Wolfe AE, Moskowitz JE, Franklin CL et al (2020) Interactions of 
Segmented Filamentous Bacteria (Candidatus Savagella) and 
bacterial drivers in colitis-associated colorectal cancer develop-
ment. PLoS ONE 15:e0236595. https​://doi.org/10.1371/journ​
al.pone.02365​95

Wolff NS, Jacobs MC, Haak BW et al (2020) Vendor effects on murine 
gut microbiota and its influence on lipopolysaccharide-induced 
lung inflammation and Gram-negative pneumonia. Intensive 
Care Med Exp 8:47. https​://doi.org/10.1186/s4063​5-020-00336​
-w

Wu HJ, Ivanov II, Darce J et al (2010) Gut-residing segmented fila-
mentous bacteria drive autoimmune arthritis via T helper 17 
cells. Immunity 32:815–827. https​://doi.org/10.1016/j.immun​
i.2010.06.001

Yang I, Eibach D, Kops F et al (2013) Intestinal microbiota composi-
tion of interleukin-10 deficient C57BL/6J mice and susceptibility 
to Helicobacter hepaticus-induced colitis. PLoS ONE 8:e70783. 
https​://doi.org/10.1371/journ​al.pone.00707​83

Yin Y, Wang Y, Zhu L et al (2013) Comparative analysis of the dis-
tribution of segmented filamentous bacteria in humans, mice 
and chickens. ISME J 7:615–621. https​://doi.org/10.1038/ismej​
.2012.128

Yin J, Zhang XX, Wu B et al (2015) Metagenomic insights into tet-
racycline effects on microbial community and antibiotic resist-
ance of mouse gut. Ecotoxicology 24:2125–2132. https​://doi.
org/10.1007/s1064​6-015-1540-7

Zhao H, Jiang X, Chu W (2020) Shifts in the gut microbiota of mice 
in response to dexamethasone administration. Int Microbiol 
23:565–573. https​://doi.org/10.1007/s1012​3-020-00129​-x

Zhao Y, Tarbell KV (2014) Comment on Sofi et al pH of drinking water 
influences the composition of gut microbiome and type 1 dia-
betes incidence. Diabetes 63:632–644. https​://doi.org/10.2337/
db15-0321

Publisher’s Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.1126/science.aaw4361
https://doi.org/10.1016/j.cell.2017.09.016
https://doi.org/10.1126/science.aan3706
https://doi.org/10.1126/science.aan3706
https://doi.org/10.1016/j.tins.2016.09.002
https://doi.org/10.1136/gutjnl-2012-303839
https://doi.org/10.2337/db13-0981
https://doi.org/10.2337/db13-0981
https://doi.org/10.1002/ibd.20221
https://doi.org/10.1002/ibd.20221
https://doi.org/10.1016/j.bbi.2015.07.009
https://doi.org/10.1113/jphysiol.2004.063388
https://doi.org/10.1113/jphysiol.2004.063388
https://doi.org/10.1128/JCM.00137-07
https://doi.org/10.1016/j.cell.2016.11.003
https://doi.org/10.1038/s41564-019-0407-8
https://doi.org/10.1038/s41564-019-0407-8
https://doi.org/10.1016/j.jad.2019.09.064
https://doi.org/10.1016/j.jad.2019.09.064
https://doi.org/10.1038/ng.3695
https://doi.org/10.1128/IAI.66.7.3142-3148.1998
https://doi.org/10.1369/0022155413519650
https://doi.org/10.1369/0022155413519650
https://doi.org/10.1371/journal.pone.0236595
https://doi.org/10.1371/journal.pone.0236595
https://doi.org/10.1186/s40635-020-00336-w
https://doi.org/10.1186/s40635-020-00336-w
https://doi.org/10.1016/j.immuni.2010.06.001
https://doi.org/10.1016/j.immuni.2010.06.001
https://doi.org/10.1371/journal.pone.0070783
https://doi.org/10.1038/ismej.2012.128
https://doi.org/10.1038/ismej.2012.128
https://doi.org/10.1007/s10646-015-1540-7
https://doi.org/10.1007/s10646-015-1540-7
https://doi.org/10.1007/s10123-020-00129-x
https://doi.org/10.2337/db15-0321
https://doi.org/10.2337/db15-0321

	The gut microbiome of laboratory mice: considerations and best practices for translational research
	Abstract
	Introduction
	The GM as a central hub in model outcomes
	Experimental reproducibility as a function of the GM
	Source of mice, whether commercial or colleague, may determine model phenotype
	Diet and other important considerations in model reproducibility
	Model phenotypes lost in translation
	Transforming poor reproducibility into discovery
	Best practices at all levels of science
	References




